A. Number of unique and shared GO-terms of proteins, which were categorized with Cellular Component (CC) GO term nucleus (GO:0005634) and were from actin AP-MS or NLS-actin AP-MS that was filtered only with GFP (and not with actin without the NLS). HCIs of all the interactomes (NLS-actin AP-MS, NLS-actin BioID, actin AP-MS, actin BioID) in this study. Interactions are assigned as HCIs based on their average spectral count fold change ≥ 2 (in AP-MS) or ≥ 0.5 (in BioID) compared to control and their statistical filtering score (SAINT probability of cut-off ≥0.88) from the pooled samples. The nuclear actin interactome HCIs also had average spectral count fold change ≥ 1 (in AP-MS) or ≥ 0.5 (in BioID) compared to average spectral count from WT-actin AP-MS or WT-actin BioID. Shared hits between AP-MS and BioID interactomes are indica ed with red. t Table S2 . (Related to Fig. 1-3 ) High-confidence interactions (HCIs) obtained with BioID and AP-MS tech iques. n
All the MS samples used in the study. The first set of numbers represent the specific MS-RUN and the name tells the origin of the sample. Samples are marked by BirA (BioID) or STREP (AP-MS) to indicate the MS approach used with the sample. Different cell lines are indicated by actin, R62D-actin, NLS-actin or NLS-R62D Table 1 Raw data from the MS analysis S .
